Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.004 Å; R factor = 0.041; wR factor = 0.107; data-to-parameter ratio = 19.0.
In the crystal structure of the title compound, C 14 H 15 BrO 2 , weak C-HÁ Á ÁO interactions link the molecules into zigzag chains extending along the c-axis direction. These chains are further assembled into (100) layers viastacking interactions between inversion-related chromenone fragments [interplanar distance = 3.376 (2) Å ].
Related literature
For therapeutic properties of coumarin derivatives, see: Lacy & O ' Kennedy (2004) ; Mustafa et al. (2011) . For structural features of coumarins, see: Moorthy et al. (2003) . For related structures, see: Gowda et al. (2010) ; Fun et al. (2011) . Table 1 Hydrogen-bond geometry (Å , ).
Experimental
Symmetry code: (i) x; Ày þ 1 2 ; z À 1 2 .
Data collection: SMART (Bruker,1998) ; cell refinement: SAINT-Plus (Bruker,1998) ; data reduction: SAINT-Plus; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and CAMERON (Watkin et al., 1996) ; software used to prepare material for publication: WinGX (Farrugia, 2012) .
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In the title compound, C 15 H 14 BrO 2 (Fig. 1) , the coumarin ring is substituted with bromomethyl group at C4 and tertbutyl group at C6. The coumarin ring is essentialy planar (r.m.s. deviation = 0.019 Å). Among the three methyl groups belonging to tert-butyl moiety two methyl groups, C12 & C13, deviate from the plane of the coumarin ring whereas the carbon atom C14 of the methyl group lies within the plane. The crystal structure is stabilized by C-H···O interactions (Moorthy et al. 2003) . The C3-H3···O2 interaction results in zigzag chains running along the c-axis (Fig. 2 ). There are intermolecular π-π interactions between two anti-parallel molecules in the unit cell with an interplanar distance of 3.376 (2) Å. For crystal structures related to the title compound, see: Gowda et al. (2010) ; Fun et al. (2011) .
To a mixture of equimolar quantity of 4-tert-butyl phenol (0.1 mol) and 4-bromoethyl acetoacetate (0.1 mol) was added dropwise Conc. sulfuric acid (30 ml) with constant stirring and maintaining the temperature between 273-278 K. The reaction mixture was allowed to stand in ice chest overnight and deep red coloured solution was poured into the stream of crushed ice. Solid separated was filtered and washed with water and then with cold ethanol so as to get a colourless compound. Finally, it was recrystallized from ethyl acetate. Yield 89%; colorless solid; m.p. 417-420 K; IR (KBr, cm -1): Cald. for C 15 H 14 Br 1 O 2 : C 56.97; H 5.12. Found: C 56.91; H 5.04.
Refinement
The H atoms were placed at calculated positions in the riding model approximation with C-H = 0.95, 0.98, and 0.99 Å for aryl, methyl, and methylene H-atoms respectively, with U iso (H) = 1.5U eq (C) for methyl H atoms and U iso (H) = 1.2U eq (C) for other H atom.
Computing details
Data collection: SMART (Bruker,1998) ; cell refinement: SAINT-Plus (Bruker,1998) ; data reduction: SAINT-Plus (Bruker,1998) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure:
SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and CAMERON (Watkin et al., 1996) ; software used to prepare material for publication: WinGX (Farrugia, 2012 where P = (F o 2 + 2F c 2 )/3 (Δ/σ) max < 0.001 Δρ max = 0.78 e Å −3 Δρ min = −0.36 e Å −3 Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. C7-C8-C9-C10 −0.9 (5) O2-C2-O1-C9 176.86 (19) C8-C9-C10-C5 0.7 (4) C3-C2-O1-C9 −3.7 (3) O1-C9-C10-C5 −179.4 (2) C8-C9-O1-C2 −177.8 (2) C8-C9-C10-C4 −178.9 (3) C10-C9-O1-C2 2.3 (4) O1-C9-C10-C4 1.0 (4)
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
Hydrogen-bond geometry (Å, º) D-H···A D -H H···A D ···A D -H···A C3-H3···O2 i 0.95 2.42 3.334 (4) 162
Symmetry code: (i) x, −y+1/2, z−1/2.
